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Chr4:155,533,680 c.78+4A>G -These mutations appear in the gnomAD database in at least 1 individual; none of them has been described in fibrinogen-related databases; they were predicted as deleterious by 7 of 7 prediction software (in the case of missense or inframe indels) or 3 of 3 (in case of splicing mutations). 1 Numbering according to UCSC Genome browser, human assembly, February 2009 (GRCh37/hg19). Carrier rates were estimated using the gnomAD database, including all null mutations, plus missense variants predicted to be deleterious by 7 of 7 prediction software, plus splicing defects located at intronic positions -3 and +3/+6 and predicted as disrupting by 3 of 3 algorithms (see Materials and Methods). The p.Ala108Gly mutation has been excluded from this analysis. 1 Discrepancies in the number of alleles are due to slight differences in the number of individuals successfully sequenced for each specific region.

